**Specifications Table**TableSubject areaBiologyMore specific subject areaMolecular function and evolutionType of dataFigureHow data was acquiredSequencing with sanger dideoxy sequencingRetrieved from public databasesData formatAnalyzedExperimental factorsEach nucleotide sequences were acquired by sequencing.Each amino acid sequences were retrieved from NCBI or Ensemble database shown below.Experimental featuresNucleotide and amino acid sequences were aligned by ClustalW.Protein structure was predicted by the SMART program.Data source locationNCBI: 〈<http://www.ncbi.nlm.nih.gov/>〉Ensemble: 〈<http://asia.ensembl.org/>〉SMART: 〈<http://smart.embl-heidelberg.de/>〉Data accessibilityData with this article

**Value of the data**•qLEPR is a potentially important factor with multifunctional features, but qLEPR is completely not characterized in the literature.•Future studies concerning effects of qLEPR in biological systems would require its characterization, which will be facilitated by the alternative splicing data in here.•Nucleotide sequence alignment of *qLEPR* defines patterns of the splicing variants.•Amino acid sequence alignment locates the conserved regions of LEPR in vertebrates.

1. Data, experimental design, materials and methods {#s0005}
===================================================

The data shown here are two figures of sequence analysis of Japanese quail LEPR (qLEPR). [Supplementary Fig. S1](#s0025){ref-type="sec"} is a comparison of the nucleotide sequences of four alternative splicing variants of *qLEPR* including *qLEPRl*, *qLEPR-a*, *qLEPR-b* and *qLEPR-c*. [Supplementary Fig. S2](#s0025){ref-type="sec"} is an alignment of amino acid sequences of qLEPR with that of some other vertebrates.

1.1. Nucleotide sequences alignment of four *qLEPR* variants {#s0010}
------------------------------------------------------------

*qLEPRl* (a long variant of *qLEPR*, GenBank: KJ639903) we first cloned was implemented a nucleotide blast in public database NCBI. The nucleotide sequence identify between *qLEPRl* and chicken *LEPR* reached 92%. Therefore, the exons and the canonical GT--AG donors and acceptor sites of *qLEPRl* were defined according to chicken genomic *LEPR* (GenBank: NC_006095). Other three variants were aligned with *qLEPRl* by ClustalW. Based on the alignment in this data, [Supplementary Fig. S1](#s0025){ref-type="sec"} was made and its detailed analysis was shown in Ref. [@bib1].

1.2. Amino acid sequences alignment of *LEPR* in vertebrates {#s0015}
------------------------------------------------------------

The signal peptide and transmembrane regions of the predicated amino acid sequence of qLEPRl were detected with the SMART program (<http://smart.embl-heidelberg.de/>).The amino acid sequences of LEPR in other species were retrieved from public databases (including NCBI and Ensembl). The predicated amino acid sequence of qLEPRl was aligned with that of other vertebrates by ClustalW. [Supplementary Fig. S2](#s0025){ref-type="sec"} was made according to the alignment of LEPR in vertebrates. The analysis was also shown in Ref. [@bib1].

Appendix A. Supplementary material {#s0025}
==================================

Supplementary material **Supplementary Fig. 1:** A comparison of the nucleotide sequences of four alternative splicing variants of qLEPR. The qLEPRl (GenBank: KJ639903) represents a long variant; qLEPR-a (GenBank: KJ639904), qLEPR-b (GenBank: KJ639905) and qLEPR-c (GenBank: KM066117) represent other three alternative splicing variants, respectively. Exon sequences are in upper case letters, and intron sequences are in lower case letters. The canonical GT--AG donors and acceptor sites are indicated by bold letters. The dotted-lines indicate the intron sequences. The dashed-lines indicate the alternative intronic sequences. Asterisks indicate the identical coding sequences.

Supplementary material **Supplementary Fig. 2:** The amino acid sequence of quail LEPR (Coturnix japonica, GenBank: AID21692.1) was aligned with LEPR sequences of some vertebrates: Gallus gallus (GenBank: AAF31355.2), Meleagris gallopavo (GenBank: AAG40323.1), Taeniopygia guttata (GenBank: AFK25169.1), Mus musculu (GenBank: AAB95333.1), Homo sapiens (GenBank: AAB09673.1), Danio rerio (GenBank: NP_001106847.1), Anolis carolinensis (GenBank: XP_008107514.1).

Supplementary material

None.

Supplementary data associated with this article can be found in the online version at [doi:10.1016/j.dib.2015.11.025](http://dx.doi.org/10.1016/j.dib.2015.11.025){#ir0025}.
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